Supplement. Summary of results from PRV RT-qPCR and sequencing analyses Fig. S1 . Generalized additive logistic regression plot showing the relationship between the probability of samples originating from an HSMI outbreak and PRV RT-qPCRs Ct values. Negative RT-qPCRs were excluded; otherwise the same data as for Fig. 1 were used. Grey hatch marks correspond to Ct values from Atlantic salmon sampled during HSMI outbreaks (probability of occurrence = 1) and fish with no heart lesions (probability of occurrence = 0). Dashed lines correspond to 95% CI
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